Background
Introduction
Feeding of human breast milk (BM) is associated with fewer infections and reduced gastrointestinal inflammation in preterm infants [1, 2] . Though all newborns have weak cellular and humoral defences, preterm infants are particularly susceptible to bacterial infections, with known deficiencies in adaptive and innate immunity including decreased leukocyte pool, lack of third trimester maternal immunoglobulin transfer, and decreased leukocyte cytokine and antibody production in response to bacteria [3] [4] [5] [6] [7] . BM contains a myriad of immunological, biochemical and cellular contents, which have the potential to significantly alter newborn immunity and susceptibility to infection. BM-derived leukocytes engulf and kill bacteria [8] and produce antimicrobial proteins and peptides (AMPs) [9] . In animal models, BM leukocytes can translocate from the gastrointestinal tract to blood and distant sites including the liver and spleen [10, 11] . Microscopy-based identification of BM leukocytes comparing very preterm (<32 wk gestational age; GA), moderately preterm (32-34 wk GA), and term colostrum suggests an inverse correlation between GA and the concentration of leukocytes [12] . However, it is not known how preterm birth affects the leukocyte populations in transitional or mature milk, or in milk after extremely preterm birth (<28 wk GA).
Several flow cytometry-based methods for differentiation of blood and bone marrow leukocytes have been recently described, that allow for the reliable, automated and extended differentiation of known leukocyte subsets [13] [14] [15] [16] [17] . Importantly, these methods have been validated against the gold standard of diagnostic cytology and allow for a robust measurement of an extended differential leukocyte count (up to 11 leukocytes subsets) in both healthy and diseased individuals [18] . These methods may allow for identification of a greater range of leukocytes in BM, especially in the presence of mammary gland epithelial cells and stem cells and achieve greater certainty and superior differentiation. Given the potential for maternal leukocytes to contribute to infant immunity, an extended characterisation of preterm BM leukocytes may contribute to our understanding of the susceptibility of preterm infants to infections.
The aims of this study were to assess the effectiveness of the use of an extended validated blood leukocyte differential staining panel, described by Faucher et al. [13] , to identify the same leukocyte populations in human milk; to use this method to compare the total milk leukocyte concentration and subset frequencies in colostrum, transitional and mature milk, and; to investigate the effect of preterm birth and infection on these cell populations in milk.
Materials and Methods

Sample collection
The Women and Newborn Health Service Human Research Ethics Committee approved this study. Written informed consent was obtained from sixty women giving birth between 22-42 wk gestation before commencing any study procedures or sample collection. Inclusion criteria from WIRF for this work. FH was the recipient of an unrestricted research grant by Medela AG (Switzerland). The funders had no role in study design, data collection and analysis, decision to publish, or preparation of the manuscript.
included maternal age 18 years, intention to breastfeed and absence of primary immune deficiencies, diabetes mellitus or known congenital abnormalities. Sixty participants were recruited across four groups based on WHO preterm birth categories [19] ; extremely preterm (EP, <28 wk GA; n = 15), very preterm (VP, 28-31 wk GA; n = 15), moderately preterm (MP, 32-36 wk GA; n = 15) or term (37-41 wk GA; n = 15). Individuals with a history of other common conditions, particularly those associated with preterm birth such as infections and hypertension were not excluded, nor individuals taking medications, in order to gain a representative sample of the preterm population. BM was collected from participants at three time points, selected to represent colostrum (C; day 2-5, 3.5 mL), transitional milk (TM; d8-12; 7 mL) and mature milk (MM; d26-30; 7 mL), based on the categories described by Castellote et al. [20] . Participants were instructed on hygienic collection of milk by qualified nursing staff. This included washing hands with soap and water before milk collection and using sterile containers and clean equipment for expression. Participants were asked to clean the nipple with soap and water before expressing milk. BM was expressed using electronic pumps, hand-operated pumps or manual expression (according to the donor's usual method), and an aliquot removed with a sterile Pasteur pipette to a 15 mL plastic tube. Whole BM was stored at 4°C until collected by research staff, and transported to the research laboratory on ice. Between expression of BM and processing of the milk, samples were stored for a median of 8.29 hrs (range 1-50.9 hrs) in the refrigerator or in transport (on ice). The volume of milk donated to the study was recorded at each visit before processing. Samples were mixed gently and the cells were pelleted by centrifugation at 600 x g for 15 minutes at 4°C. The lipid layer and skim milk were removed with a Pasteur pipette, and the remaining cell pellet was washed twice in phosphate buffered saline (Gibco), and resuspended in 0.1-2.0 mL of flow cytometry buffer, described in the cell staining method below, to approximately one million cells/mL, for optimal cell to antibody ratios during staining and quantification of cells. The volumes of flow cytometry buffer that were used to resuspend cells and the original volume of milk processed were recorded for each sample so that the original cell concentration of the milk samples could be determined. Peripheral venous blood was collected from a single healthy adult donor into a sodium heparin Vacutainer (BD), and was mixed and stored at room temperature until staining.
Determination of cell viability using visual counting methods
All cells enumerated by microscopy were analysed by a single operator using a Neubauer improved haemocytometer (BOECO, Germany). For each sample, two different aliquots of BM cell suspensions were stained by dilution of cell suspensions to approximately 1 x 10 5 -2.5 x 10 6 cells/mL in a 0.4% Trypan blue solution (Sigma-Aldrich, Castle Hill, Australia) in PBS, or white cell counting fluid (2% glacial acetic acid containing crystal violet). Ten microliters of each suspension was pipetted into the counting chamber under the cover slip, and the average of three counts taken to calculate the concentration of cells, based on the volume in the chamber. Trypan blue stained cell counts were used to determine the non-viable cell concentration. A total cell concentration estimate was calculated by counting nucleated cells in white cell counting fluid. The proportion of non-viable cells was calculated based on the numbers of Trypan blue stained (non-viable) compared to total cells.
Cell staining
Antibodies raised against human leukocyte antigens, stabilising fixative, FACSLyse, compensation beads and Trucount tubes were purchased from BD (North Ryde, Australia 
Flow cytometry
Flow cytometry was performed on a FACSCanto II (BD Biosciences) using FACSDiva software (BD Biosciences). Before sample analysis, the flow cytometer settings were checked using Cytometer Setup and Tracking beads (CS&T beads, BD) according to the manufacturer's instructions. Compensation beads were used with single stains of each antibody in order to determine the compensation settings, and these were applied in FlowJo software (version 10.0.6, Tree Star, Ashland, OR, USA) after data collection. The same compensation matrix was applied to all samples. A side scatter (SSC) threshold level was set at 4,000 units to eliminate debris. Gain settings were optimised for detection of stained populations using Ultra Rainbow Calibration Particles (SpheroTech Inc., Lake Forest IL, USA), and kept consistent throughout the study. Recorded data were compensated post-hoc and analysed using FlowJo software. Statistical tests were performed in SPSS (IBM) and Prism for Mac (version 5, GraphPad, La Jolla CA, USA). Specific antibody staining data were visualised using bi-exponential transformation in FlowJo software. Gates used to discriminate positive and negative staining cells in FlowJo were set according to fluorescence minus one (FMO) tests of milk and blood samples, and these gates were applied consistently to all samples, allowing for minor adjustments for SSC variability.
Gating strategy. Positive gated populations were selected using gates set through FMO tests, in which <1.7% of cells stained falsely positive for any antibody. Gate specificity selected using this method was confirmed by using the gating strategy on a single adult peripheral blood sample as a biological comparison control [21] . Prior to gating of leukocytes, Trucount beads were gated separately from cells in a SSC vs. PerCPCy5.5 visualisation; doublets were discriminated using a forward scatter (FSC)-H vs. FSC-A plot, and small particles excluded in a FSC vs. SSC plot (S1 Fig) . Leukocytes in human milk were identified based on the method of Faucher et al., using orientating and specific gates [13] as described below.
The first orientating gate was selected using a SSC vs. CD45 plot where the cut-off for CD45 + cells was set using FMO control. Subsequently, a SSC vs. CD16 plot of CD45+ cells separated events into a specific SSChigh/CD16+ neutrophil gate, and three orientating gates (SSClow/ CD16+, SSClow-int/CD16-, or SSChigh/CD16-). Subsequent orientating and specific gates for other populations are shown in Fig 1. CD16+ and CD16-monocytes, B lymphocytes, cytotoxic T and NK lymphocytes, non-cytotoxic T lymphocytes, neutrophils, eosinophils, basophils, immature granulocytes, myeloid precursors and B cell precursors were identified in colostrum, transitional and mature milk using this gating strategy.
CD45+ cell quantification using flow cytometry and Trucount beads. The absolute concentration of leukocytes in BM was calculated from the number of gated Trucount beads, as described by the manufacturer. Briefly, the number of gated CD45+ and Trucount bead events were combined with the data recorded on the volume of milk that the cell pellet was derived from to determine the concentration of cells in the original milk sample, using the formula; Cell concentration (cells/mL) = (number of gated cells/number of gated Trucount beads) x (number of Trucount beads per test/total tested cell suspension volume) x (volume of flow cytometry buffer used to resuspend cell pellet /original milk volume recorded).
Leukocyte subset counts were determined in the same manner, and subset frequencies were determined by comparing specific subset concentrations to the total concentration of CD45 + cells in the sample.
Analysis of the effects of maternal infection on breast milk composition
Collection of maternal clinical data including medications, health status and pregnancy information was performed using medical record review for each individual from hospital admission to discharge during birth, and at any subsequent hospital admissions during the first month postpartum. After hospital review, data on maternal health were collected through selfreported questionnaires covering the previous seven days at the time of milk donation. Maternal infection was considered present based on any evidence of chorioamnionitis (either with or without positive microbiological culture, where available tissues (n = 36) were examined by an experienced histopathologist according to the method of Redline et al. [22] ), or a positive microbiological culture or symptoms of infection requiring treatment with antibiotics prescribed by a physician. Milk from individuals with known infection and without infection were compared at the three collection time points.
Statistical analyses
Categorical data were summarised using frequency distributions, and continuous data was summarized using means and standard deviations or median and interquartile ranges, as appropriate. Nonparametric tests were used for comparisons of continuous outcomes, due to lack of normality evaluated using Shapiro-Wilk normality tests. Differences in outcomes between the four GA groups were compared using Kruskal-Wallis tests with Dunn's multiple comparison post-test. Concentrations of cells in the same mother in colostrum, transitional or mature milk were examined using a Freidman test and individual sampling periods were compared using Dunn's multiple comparison post-test. Milk concentration comparisons with and without infection were compared with Mann-Whitney tests. Comparisons were made between individuals for whom data on health status was available at the time of milk collection only. Spearman correlation (denoted 'ρ') was used to measure the association between GA at birth and factors in milk.
Statistical analysis was performed using SPSS statistical analysis software (version 20, IBM, Armonk, NY, USA). p-values <0.05 were considered statistically significant.
Results
Participant characteristics
The clinical characteristics of the sixty study participants are shown in Table 1 . The number of samples analysed in each GA group are shown in Table 2 .
Milk cell counts and viability
The median number of objects with cell-like appearance in all samples using white cell counting fluid and microscopy was 313,500 per millilitre (range 34,300-8,020,000 per millilitre). The time from sample collection to processing was short for most samples (median 8.29 hrs, range 1-50.9 hrs) and the corresponding percentage of dead cells was low (median 1.46% dead, range 0-11.52%, respectively). The percentage of dead cells identified by Trypan blue exclusion correlated with the period between BM collection and processing (ρ = 0.43, p<0.001), but did not correlate with CD45+ cell concentrations or the proportion of leukocytes that were identifiable. There were no significant differences in cellular viability or storage times between the preterm and term mother milk samples at any time point.
In comparison to the concentration of CD45+ cells obtained with flow cytometry using Trucount beads, the total nucleated cell counts obtained with microscopy were consistently higher, but a significant correlation between the two measures was observed (ρ = 0.6, p<0.001; Fig 2) .
Gating strategy
The application of the whole blood gating strategy for assessing leukocytes in BM samples in mothers is shown in Fig 1, comparing a representative BM sample to an adult blood sample. In colostrum, a median 64% (range 37%-85%) of leukocytes were members of identifiable leukocyte subsets based on the Faucher blood phenotype gating strategy, increasing to 77% (range 37%-95%) in transitional milk and 82% (range 65%-98%) in mature milk (Friedman test p<0.001). In BM, there were additional CD45+ populations that could not be categorised according to the Faucher gating method. These ungated leukocyte populations can be seen outside the established gates in Panels 3, 6, 8, and 10.
Changes in CD45+ cell concentration through the stages of lactation
The distributions of BM concentrations of total CD45+ cells in all GA groups were significantly different at the different collection periods (p<0.001). The concentration of leukocytes in colostrum (median 146,000 cells/mL, range 8,470-1,510,000) was significantly higher than in both transitional milk (median 27,500 cells/mL, range 1,570-2,260,000; p<0.001) and mature milk (median 23,650, range 2,000-577,000; p<0.001). No significant difference between the transitional milk and mature milk leukocyte concentrations was observed.
There were no significant differences in total leukocyte concentration between GA groups in colostrum, transitional milk or mature milk (Fig 3) . The concentration of leukocytes was negatively correlated with the volume of BM expressed (ρ = -0.317; p<0.01), and therefore, differential analyses of the frequency of leukocyte subsets, in addition to total leukocyte concentrations, were performed.
Changes in breast milk leukocyte composition from colostrum to mature milk
The median frequencies of leukocyte subsets identified in colostrum, transitional milk, and mature milk are shown in Fig 4. A proportion of leukocytes did not fall into set gates for blood leukocytes (median at each time point 18-36% across GA groups). The percentage of leukocytes that were identified as blood subsets in milk was positively correlated with the number of days postpartum that the milk was expressed (ρ = 0.604, p<0.001). Of the identified cells, the major leukocytes present were myeloid precursors (median 9-20%), neutrophils (median 12-27%), immature granulocytes (median 8-17%), and non-cytotoxic T cells (median 6-7%). The relative median frequencies of neutrophils and immature granulocytes of total leukocytes significantly increased from colostrum to mature milk (Fig 4H and 4J) , whereas the relative frequencies of CD16-monocytes, myeloid precursors, B cell precursors, eosinophils, and basophils decreased over the first month postpartum (Fig 4 parts D , E, F, I and K; p<0.05). Effects of gestation on milk leukocyte concentration and frequencies Some minor differences in GA groups were observed in the concentration of specific leukocyte subsets at different sampling points. In colostrum, the relative frequencies of non-cytotoxic T cells and B lymphocytes in the total leukocyte populations were negatively correlated with increasing gestation (ρ = -0.35, p = 0.03 and ρ = -0.319, p = 0.04, respectively).
In transitional milk, the concentration of B cell precursors was significantly higher in extremely preterm mothers compared to moderately preterm mothers (median 1,825 cells/mL vs. 233 cells/mL, p = 0.02; Table 2 ), and the frequency of CD16 negative monocytes was significantly lower in extremely preterm mothers compared to moderately preterm mothers (median 0.34% vs. 2.13%, p = 0.03; Table A in S1 File). In transitional milk, the frequency of neutrophils was positively correlated with gestation (ρ = 0.305; p = 0.04).
In mature milk, total cytotoxic T and NK cells concentrations were significantly lower in very preterm compared to moderately preterm mothers (median 109 vs. 430 cells/mL; p = 0.04). B lymphocyte concentration was significantly higher in extremely preterm compared to very preterm mothers (median 177 vs. 24 cells/mL; p = 0.04). In mature milk, no significant correlations between total leukocyte or subset frequencies and gestation were observed.
Effects of bacterial infections on leukocyte concentration and frequencies
The total number of CD45+ cells did not significantly differ in BM of mothers with or without recent infection (for more information, refer to Table B in S1 File). There were no differences in milk leukocyte concentrations or leukocyte subset frequencies between those with or without infection in colostrum. However, in transitional milk, those with reported bacterial infections around the time of the donation (n = 7) had significantly lower frequencies of basophils than those who were well (n = 40) (median 0.91% vs. 1.68%; p = 0.02). Furthermore, bacterial infections (n = 6 vs. not infected n = 40) at the time of mature milk sampling were also associated with lower frequencies of basophils (median 0.72% vs. 1.67%; p = 0.03).
Discussion
This study aimed to characterise leukocytes (CD45+) in human preterm and term BM during the first month of life using a flow cytometry-based, extended differential leukocyte counting method. We successfully identified leukocytes in BM at all stages of lactation examined using the leukocyte gating panel described by Faucher et al. [13] . The majority of CD45+ cells in BM showed a similar phenotype to blood cells, though differences in the frequencies of leukocyte subsets and other non-circulating cell populations were observed compared to blood. There were no differences in total leukocyte concentrations between the GA groups, whereas some differences were found in specific leukocyte subset concentrations and frequencies between GA groups. As lactation progressed, the concentration of total leukocytes in BM decreased. We did not observe significant changes in the concentration of total leukocytes in BM of mothers with clinical infections, though minor alterations to leukocyte subset frequencies were observed during maternal infections. Traditionally, BM leukocytes have been identified using blood smear stains and cytology, and leukocyte populations were reported to be composed mainly of macrophages, neutrophils, T lymphocytes, B lymphocytes, and monocytes [23] . However, visual identification can result in misidentification and overestimation of BM leukocyte concentration, whereas multicolour flow cytometry provides superior identification and quantification of leukocytes [23] . We found a clear and consistent relationship in cell concentrations when directly comparing both methods, though non-leukocyte cells are clearly also present in BM.
Despite the benefits of flow cytometry, there are limitations. The use of appropriate controls and cytometer settings are critical to reduce the likelihood of misidentification of cells [21, 24, 25] . We selected a biological control (blood) to set the cut-off for positive CD45 staining and this is the major source of potential error, since this is the only gate with a single criterion for cell selection. We did not perform FMO controls for each milk sample, instead an indication of the background staining was taken from three milk and one blood control tested (<1.7% in all cases), though the proportion of background staining could have been greater in individual milk samples. Reassuringly, the majority of cells that we identified as CD45+ were subsequently gated into specific leukocyte populations. In future studies, additional biological controls for gating positive populations may be used in combination with sample-specific controls.
Using a multicolour flow cytometry panel validated to identify CD45+ leukocyte subsets in human blood [13] , we were able to identify and quantify equivalent leukocytes in BM. Recently, researchers have applied single colour and multicolour flow cytometry to human milk to identify a broader range of cells than previously appreciated, including B lymphocytes and T lymphocyte subsets in term colostrum, in addition to NK and NK-T cells [26, 27] . Though the functionality of myeloid-derived cells in milk suggests that these cells may be more differentiated than in blood [28] , it is not known with the exception of B lymphocytes [29] , whether the morphologies and frequencies of specific BM leukocyte subsets, only identifiable by flow cytometry, correspond to those found in blood. We found evidence of additional leukocytes not previously recognised in milk, including immature granulocytes and myeloid precursors. Further CD45+ cell subsets were not readily identifiable, but could include macrophages, plasma cells, dendritic cells and others. Additional cell markers such as CD14, CD64, HLA-DR, CD86 and CD11c for macrophage and dendritic cells [30] , CD138 for plasma cells [31] and selection of combinations of other markers of haematopoietic progenitor cells such as CD34, CD38, CD135 and CD10 could be used for granulomonocytic and other precursor populations [32], but will need to be validated for flow cytometry in future BM research, particularly for low or negative CD45-staining cells, where immature leukocytes and rare leukocyte types in blood have potential to be misidentified [33] .
We found a clear inverse relationship between maturational stage of the BM and the concentration of leukocytes. Despite temporal changes to cell numbers, substantial (10 3 -10 6 cells/ mL) leukocyte numbers were universally present at all sampling time points, with inter-individual variability. Recent studies have reported a significant association between increased numbers of leukocytes in BM and infections of both the mother and the infant [27, 34] . The high number of leukocytes found in the current study across all GA groups may relate to a current illness of either the mother or her infant that was not identified and/or reported, and therefore was not accounted for, or it could also be related to methodological differences between studies in how leukocytes were identified. Importantly, we noted much lower frequencies of neutrophils and monocytes than previously reported (median 12.4% neutrophils and 3.7% monocytes in this study, compared to 28-48.8% and 40.8-61% of colostrum leukocytes, respectively) [26, 35] . This is possibly due to similarities in visual appearance of other cell types, indistinguishable by microscopy. The employment of flow cytometry-based methods combined with bead count methods in a single platform may significantly expand the ability to describe and improve the accuracy of reporting of BM leukocyte data in the future. One limitation of this work was the necessity to collect BM that had been refrigerated prior to processing, which resulted in inclusion of low numbers of non-viable cells. However, this was done to avoid further burden on the donors, particularly mothers of extremely preterm infants. Future work could include a viability marker to directly assess for non-viable cells. In addition, we cannot account for any potential effects that different methods of breast milk expression might have had on the measurements made in the milk, as data were not collected about the method used for each sample. It has previously been reported that moderately preterm mothers' BM contains higher concentrations of leukocytes compared to term mothers [12, 36] . In contrast, Goldman et al. reported that the concentrations of leukocytes were lower in preterm BM [37] , whereas Rodriguez et al. found leukocyte numbers were not different between preterm and term mothers [38] . We did not observe significant effects of preterm birth on concentration of leukocytes at any stage of lactation, but we did find a negative correlation between the frequency of B lymphocytes and non-cytotoxic T lymphocytes with gestation in colostrum. We also found a positive correlation between the frequency of neutrophils and gestation in transitional milk. These findings may reflect altered immune activation status or increased expression of proliferation or chemotactic factors for certain cell types in the mammary gland of mothers of preterm infants, and merit further investigation. Previous studies did not include mothers of extremely preterm infants or use specific staining methods to quantify total leukocytes; therefore, the possibility of comparison to this work is limited, particularly considering that our method does not identify macrophages. Our sampling period for colostrum was typically on day 4 postnatally, and we may have missed the changes observed in other studies between days 1-3.
Research by other groups suggests that the functionality of preterm colostrum leukocytes (e.g. bacterial phagocytosis and killing as well as cellular proliferation) appears similar to term BM [38, 39] . Therefore, this study suggests that the increased risk of infection in preterm infants is not associated with deficiencies in leukocyte concentration or activity in fresh unprocessed preterm BM, nor deficiencies in milk antimicrobial proteins and peptides [40] . However, preterm infants often receive low volumes of human BM (typically refrigerated) or they are given pasteurised donor human milk (PDHM) with inactivated leukocytes [41] . BMderived leukocytes may aid in protecting infants from infection through normal protective functions such as phagocytosis and production of antimicrobial peptides, and have been found in the peripheral circulation and distant tissues of animal models after ingestion [10, 42] , with observed effects on blood leukocyte populations in both animal and human studies [43] [44] [45] [46] . However, it is unlikely that low consumption of leukocytes, independent of the many other protective functions of the soluble molecules in milk, is responsible for the increased infection risk in preterm infants fed PDHM and those consuming low BM volumes [1, 47] .
Contrary to previous reports of increased leukocyte concentrations in BM in maternal or infant infections [27, 34] , we did not observe significant increases in absolute leukocyte concentration during infections in our study. However, sensitivity for detecting differences was limited (below 2-fold in colostrum and below 3-fold in other samples) by the small number of infected mothers. Moreover, the presence of non-reported infections in this population cannot be excluded. Significantly, the majority of donors were taking at least one medication, such as antibiotics, analgesics or anti-inflammatory drugs at one point during the study. This study was not powered to assess possible effects of medications on leukocytes. Overall, our data suggest that cellular composition of BM is affected by stage of lactation. This is the first study to comprehensively identify and characterise immune cell subsets in preterm BM by flow cytometry. Despite the technological advances of multicolour flow cytometry, the progress of characterisation of BM leukocytes has been relatively neglected compared to blood. The characterisation of the cellular concentrations and their function in BM is critical to understand how BM protects the infant and/or mammary gland from infections. Fresh preterm BM is not deficient in leukocytes and infants receiving lower doses of BM, frozen or pasteurised human BM may be disadvantaged. This work demonstrates that BM contains a greater variety and complexity of leukocyte subsets than previously appreciated.
Supporting Information S1 Fig. Preliminary gates of the flow cytometry method. Gates were used to select and exclude Trucount beads (1), remove doublets (2), and exclude non-cellular material and bacteria (3), respectively. (TIFF) S1 File. Table A in S1 File. Leukocyte subset frequencies in milk collection across the first month of lactation. Median [interquartile range] values of relative frequencies of leukocyte subsets detected using flow cytometry in preterm and term mother groups in colostrum, transitional milk and mature milk Symbol a with bolded text denotes significantly different comparison in Kruskal Wallis test comparing gestational age groups after adjusting for multiple comparisons. EP = extremely preterm, VP = very preterm, MP = moderately preterm. Table B in S1 File. Prevalence of reported bacterial infections in milk donors during the sample collection period. Abbreviations: URTI = upper respiratory tract infection; UTI = urinary tract infection. Infections around the time of colostrum were reported in medical records, after hospital discharge, infections were self-reported (most transitional and mature milk collections).
